INTRODUCTION
The tomato genome resources database is an interactive relational database developed using open sources bioinformatics software. Sequence analysis created a huge impact in solanaceae research, using a sequence of RNA /DNA requires the use of restriction enzymes. The analysis of large non-overlapping open reading frames within a given nucleotide sequence was determined by using NEB Cutter V2.0 tools(http://nc2.neb.com/Neb cutter2/) for each sequence, this tool determine possible number of cleavage in the form of blunt end and 5" and 3" sticky ends extension, while identified number of enzymes. A Neb cutter popular tool for sequence restriction mapping also identifies silent restriction sites. The Solanaceae or nightshade family consists of more than 3000 species with great diversity in terms of habitat, habitat and morphology. Solanum is the largest genus in the family, and include tomato (selenium lycopersicum) and various other species of economics importance. Here DNA methylation occurs in CPG dinucleotide context (where cytosine is followed by a guanine). The CG island is a short stretch of DNA in which the frequency of the CG sequence is higher than other regions. CPG Island where "P" simply indicates that C and G are 
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